Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.006 Å; R factor = 0.046; wR factor = 0.135; data-to-parameter ratio = 21.2.
Experimental
Crystal data (C 8 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SCXmini Benchtop Crystallography System Software (Rigaku, 2006 ); cell refinement: SCXmini Benchtop Crystallography System Software; data reduction: SCXmini Benchtop Crystallography System Software; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) (Zhang, Ye et al., 2009; Zhang, Ye et al., 2010) . The asymmetric unit of (I) (Fig. 1) . All bond lengths and angles are normal and correspond to those observed in isostructural Cu (Wei, 2010) and Cd (Zhang & Zhu, 2012) Refinement N-bound atom H1 was located on a difference map and isotropically refined. C-bound H atoms were geometrically positioned (C-H 0.97 Å) and refined as riding, with U iso (H) =1.2 U eq (C).
Computing details
Data collection: SCXmini Benchtop Crystallography System Software (Rigaku, 2006 ); cell refinement: SCXmini Benchtop
Crystallography System Software (Rigaku, 2006) ; data reduction: SCXmini Benchtop Crystallography System Software (Rigaku, 2006 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure:
SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008 Figure 1
Molecular structure of the title compound, with the atomic numbering scheme. Displacement ellipsoids are drawn at the 30% probability level. 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

